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Figure S1. A. Dose response curves for LMP400 in each cell line.
[llumina deep sequencing of PTEN KO single clones #1 in B and #2 in C in LN18 compared to

LN18-Control cells.



Figure S2

A.

*
ok LN18
207 Bl Parental
B PTEN KO#1
[ PTEN KO#2
_ 15 £ ‘} L - LMP400 alone
= L+G - LMP400+GDC0084
S
=104 * P<0.05
S ** P<0.01
<
o
=
3 5
T T
L L L+G L L+G
B.
LN18

Control LMP400 LMP400+
- (DMSO) GDCO0084
*
: [\V\
X
z
i
=
o

Control | LMP400 1 LMP400+
8| (DMSO) | | GDC0084
g | | I A i

1 i
4 I | 1 ‘
i ‘ | | i
@ | | - (R
e - N

Cell population (%)

3
8

™
8
I

=
4
.

s
&
I

N
s
I

PTEN KO#1

PTEN KO#2

Control LMP400 LM2400;

(DMSO) GD!

Cell population (%)

0
Control LMP400 LMP400+

|

(DMSO) GDC0084

Bl G2M
—s

= Go/G1
[ sub-G1

Figure S2. A. IC50 of LMP400 with or without addition of GDC0084 (70 nM) in PTEN KO

clones at 72 hours of treatment. B. Cell cycle analysis in PTEN KO clones treated with LMP400

(20 nM) + GDCO0084 (70 nM) compared to those treated with LMP400 (20 nM) alone for 72

hours. A two-tailed t test was used to evaluate a difference between experimental groups.

*p<0.05; **p<0.01.
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Figure S3. CI values in each cell line calculated using Compusyn software at 72 hours post-

treatment.
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Figure S4. GSEA enrichments plots for individual dysregulated pathways per each treatment

group. GSEA plots were made with the R package RToolBox.
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Figure SS5. PD markers expression examined by Western blot analysis in mouse brain tumor and

contralateral non-tumor tissues.
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Figure S6. LMP400 (Indotecan) is more active in GBM cells with low PTEN expression.
Analysis of correlation between PTEN mRNA expression and LMP400 activity in NOB (A) and

NCI-60 (B) datasets through the CellMiner resource (https://discover.nci.nih.gov/cellminer/)
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Figure S7. A. Western blot of PTEN expression rescued in SF-295, GSC23, and SW-1088 cells.
B. LMP400 ICs values in PTEN-expressing cells vs Control in SF-295, GSC23, and SW-1088

cells. A two-tailed ¢ test was used to evaluate a difference between treated group and control.

*p<0.05.





